The Italian endemic vascular flora is composed of 1,286 specific and subspecific taxa. From the critical analysis of "Chrobase.it", 711 of them (about 55%) have been studied from a karyological point of view. These taxa belong to 52 out of 56 families and 204 out of 284 genera. These data suggest that endemic species are more studied than the flora as a whole. Mean chromosome number for Italian endemics is 2n = 30.68 ± 20.27 (median: 2n = 26, mode: 2n = 18). These values are very close to those known for the whole flora. Similar variation ranges, among endemics and species with wider distribution, are likely to reflect similar evolutionary trends. Known chromosome numbers in Italian endemics range from 2n = 8 to 2n = 182. About 9% of taxa show more than one cytotype and the frequency of Bs in the Italian endemic vascular flora is 3.3%. These values are slightly smaller compared with the whole Italian flora. Finally, for the basic chromosome numbers x = 7, 8, 9, the proportion of diploids (2n = 2x) to even polyploids (2n = 4x, 6x, 8x and 10x) can be described by the exponential function f(p) = e (5.539 -0.637p) (R 2 = 0.984).
Introduction
The number of chromosome count databases, either hard-printed or online, matches current research trends, and attests to the usefulness of chromosome data in current taxonomic, genetic and cytogeographic research (Del Prete et al. 1999; Guerra 2008; Stuessy 2009; Bedini et al. 2012a, b) . Recent studies (Peruzzi et al. 2011; Bedini et al. 2012a, b) exemplified the potentialities of such databases in inferring evolutionary and cytogeographic relationships. Italian vascular flora coverage, in terms of karyological knowledge, is about 35% (Peruzzi et al. 2011; Bedini et al. 2012a, b) .
The Italian endemic vascular flora, according to on-going research carried out in collaboration with CRFA (Centro di Ricerca per la Flora dell'Appennino) of Barisciano (L'Aquila, Italy), comprises 1,286 specific and subspecific taxa (L. Peruzzi, F. Bartolucci and F. Conti, unpublished data) , including those species which eventually occur also in Corse (France). The present work aims to summarize the karyological knowledge focusing on the endemic component of Italian vascular flora, extracted from the online database "Chrobase.it" (Bedini et al. 2010 onwards) .
Methods

Source of chromosome data
Data about chromosome numbers (n and/or 2n) and B-chromosomes about Italian vascular flora are stored in the online database "Chrobase.it" (Bedini et al. 2010 onwards) . Up to March 20, 2012, the database consisted of 7,560 records, derived from 1,364 literature references, dating back to 1925 . They refer to 3,035 accepted taxa, according to the nomenclature of Conti et al. (2005 Conti et al. ( , 2007 . Data for endemic taxa were obtained by querying "Chrobase.it" with the list of endemics and relative synonyms (the complete list of endemics, including those lacking karyological knowledge, is available at request from the authors). The number of available counts and taxa were calculated for Italy as a whole, for each of the 20 Italian administrative regions, and for each family and genus. Counts in multiple copy (i.e., the same chromosome number for the same species) were excluded from further analyses, while different chromosome counts for the same taxon (i.e. cytotypes) were retained. Any n count was transformed to 2n and then included in the dataset. 25 counts, referring to 25 different taxa, obtained from Corsican populations were also included, given the high number of endemics shared by Sardinia, Corse and Tuscan Archipelago. From 24 of these units no counts were available for the Italian territory.
Concerning the list of endemics, for the difficult and critical genera Hieracium L. (1753) and Pilosella Vaill. (1754) (Asteraceae) the subspecies rank was not considered.
Analysis of data
Mean (± standard deviation), median, modal chromosome number, and frequencies (histograms) were calculated for the entire dataset of Italian vascular flora endemics. Frequency and mean number (± standard deviation) of B-chromosomes for the whole dataset and for each genus were also calculated. The frequencies of basic chromosome numbers (x) in those complements (2n) where more than one basic number can occur were obtained by a taxon by taxon screening of relevant karyological literature quoted in Chrobase.it (Bedini et al. 2010 onwards) . Frequencies of even ploidy levels from 2x to 10x, in the three most frequent basic numbers x = 7, x = 8 and x = 9, were arranged in a linear plot, and their relationships between ploidy levels was tested by means of linear and non linear models based on least-squares estimates in R software (www.r-project. org; Rossiter 2009): lm function was used to fit a straight line, nls function was used for power, logarithmic, and exponential curves. Odd ploidy levels were not considered since they were very rare in our data set, with the only exception of 2n = 27 (see over).
Results
Chromosome counts are available for 711 out of the 1,286 (ca. 55%) currently accepted specific and infraspecific endemic taxa, resulting in 839 different cytotypes; they are representative of 204 out of the 284 genera (72%) -and 52 out of the 56 families (91%) -encompassing the endemic taxa. The geographic distribution of counts is shown in Fig. 1 . The most intensely investigated regions are Sicily, Tuscany and Sardinia, where more than half of the Italian endemic flora growing in the respective territories was karyologically studied. Table 1 shows the number of taxa studied for each region.
The distribution of the 711 taxa across families is shown in Fig. 2 . The most represented families are Asteraceae (19%), Plumbaginaceae (14%), Fabaceae (8%), Brassicaceae and Caryophyllaceae (6%). For all the endemics from Rosaceae (26 taxa), Thymelaeaceae (2 taxa), Aspleniaceae, Berberidaceae, Cannabaceae, Convolvulaceae, Cucurbitaceae, Oleaceae, Papaveraceae and Pinaceae (1 taxon each), no karyological data is available in the literature.
For 92 genera, of which 7 have ≥ 5 endemics, 100% of Italian endemics was covered (Table 2) . Other 29 genera, hosting ≥ 5 endemics, showed coverage ranging from 93% in Genista L. (1753) The mean chromosome number is 2n = 30.68 ± 20.27, with median 2n = 26 and mode 2n = 18. Fig. 3 shows the most frequent chromosome numbers in the whole dataset of the Italian endemics. The six most frequent chromosome numbers are 2n = 14, 2n = 16, 2n = 18, 2n = 27, 2n = 32 and 2n = 36. Taken together, they account for more than one half (51%) of all the counts available.
Concerning chromosome complements where more than one basic number can occur, the most heterogeneous, among those up to 2n = 72 (Table 3) , are: 2n = 24, which in most cases represents diploids with x = 12, but also triploids with x = 8 and rarely tetraploids with x = 6; 2n = 36, which in most cases represents tetraploids with x = 9, then diploids with x = 18 and rarely triploids with x = 12; 2n = 40, with tetraploids, pentaploids and diploids; 2n = 48, representing mostly by diploids with x = 24, but also tetraploids with x = 12 and hexaploids with x = 8; 2n = 56, representing mostly tetraploids with x = 14, but also diploids with x = 28 and octoploids with x = 7. The most frequent chromosome numbers, not reported in Table 3 , include only diploids (2n = 2x = 14, 2n = 2x = 18) or triploids (2n = 3x = 27). When we apply these observations to the six most frequent chromosome numbers 2n = 14, 2n = 16 and 2n = 18, 2n = 27, 2n = 32 and 2n = 36, pooled together, we obtain 73.1% diploids, 15.9% tetraploids and 11% triploids. The relationships among the different even ploidy levels, within each considered basic chromosome number (x = 7, x = 8, x = 9), was best described by an exponential function ( Table 4 ). The power function provided the second-best fit, with a slightly higher RSS, followed by the logarithmic and linear functions, whose RSS is higher by an order of magnitude. Hence, diploids are much more frequent than polyploids, and frequency gradually decreases with increasing levels of polyploidy (Fig. 4) . Table 5 shows the families and genera involved, with respective number of taxa showing B-chromosomes. Many records are concentrated in the genus Genista. for instance New Zealand (Peruzzi et al. 2011) . Among the taxa not yet studied, we can point out an otherwise well known species such as Abies nebrodensis (Lojac.) Mattei (1908) , the whole endemic component of several families (i.e. Rosaceae), and many species of critical Asteraceae genera (Centaurea, Hieracium).
The precise relationship [exponential function f(p) = e (5.539 -0.637p) (R 2 = 0.984)] found among even ploidy levels from 2x to 10x within the frequent basic chromosome numbers x = 7, x = 8 and x = 9 was never reported before in literature, as far as we are aware (see also Levin 2002 for a recent review on chromosomal changes in plant evolution). At evidence, it seems that higher the (even) ploidy level, much lower is its frequency of occurrence. This could imply a sort of evolutionary constraint avoiding high ploidy levels. This point certainly deserves further investigations. Chromosome number evolution models take into account the fixation rates of polyploids at population level (Ramsey and Schemske 1998) , or the reconstruction of ancestral chromosome numbers and the expected number of polyploidization events and single chromosome changes that occurred along a phylogeny (Mayrose et al. 2010; Cusimano et al. 2012) . However, the latter works may suffer from a bias toward high ancestral chromosome number estimation (Guerra 2012) . In any case, no attempt has ever been made to model the ratio of different even ploidy levels on a whole flora, albeit a similar work was recently done for Polish angiosperms (Gacek et al. 2011) . The latter authors, however, mainly grossly estimated ploidy levels across their dataset by means of pre-established threshold numbers.
Odd ploidy levels are generally very rare in our dataset, with the noteworthy exception of triploids with 2n = 27. As already evidenced by Bedini et al. (2012a) , this is due to a high number of (endemic) apomictic taxa within the genera Hieracium (Asteraceae) and Limonium (Plumbaginaceae).
The meaning of the precise relationship found in this work must be clarified by further analyses on large datasets of chromosome counts (e.g. PhytoKaryon; Bareka et al. 2008) . If confirmed, it might provide evolutionary cytogenetic research with new insights as regards the frequency of polyploidization in vascular plants and its biological implications.
Conclusions
Despite the efforts of Italian and foreign botanists in studying the endemic flora, the data here highlighted clearly show how much work is still to be done, concerning the karyological knowledge of Italian endemics. However, we were able to summarize the up-to-date knowledge, which accounts for more than one half of the endemic flora, and to suggest that these species likely followed karyological evolutionary processes similar to the whole flora. Moreover, as far as we are aware, it is the first time that a precise quantitative relationship between (even) ploidy levels is shown to occur. We demonstrated indeed that, for the frequent basic chromosome numbers x = 7, x = 8 and x = 9 the diploids dominate and are related to higher even ploidy levels by an exponential relationship. In our mind, this intriguing phenomenon opens a new line of investigation in cytogenetics, aimed to clarify the evolutionary mechanisms giving rise to these constant relationships among increasing even ploidy levels.
